We report the first draft genome sequences of five Yersinia pseudotuberculosis isolates of sequence type (ST) 19 and of a variant from one of the five isolates. The total length of assemblies ranged from 4,226,485 bp to 4,274,148 bp, including between 3,808 and 3,843 predicted coding sequences.
t has been proposed that Yersinia pestis, the etiologic agent of plague, emerged from a Yersinia pseudotuberculosis O:1b ancestor (1, 2) somewhere in Eurasia (3) (4) (5) . Compared to the information available about the genetically and phenotypically monomorphic Y. pestis, which has been the focus of detailed investigations in terms of genetic diversity, population genetics, and microevolution (3-7), relatively little is known about Y. pseudotuberculosis (8) . This pair, Y. pseudotuberculosis and Y. pestis, represent a very promising model for the investigation of microevolution and speciation in bacteria.
To gain insights into the evolutionary origin of Y. pestis, we have analyzed by multilocus variable-number tandem-repeat (VNTR) analysis (MLVA) a collection of 143 Y. pseudotuberculosis isolates. The isolates were sampled from 1940 to 2008 from different sources in Siberia, the Far East, central Asia, and the Caucasus and northwest regions of the Russian Federation. The MLVA assay used 14 loci (ms01, ms04, ms05, ms24, ms25, ms27, ms31, ms35, ms38, ms40, ms41, ms56, ms68, and ms74) (9) . The five Y. pseudotuberculosis isolates that clustered closest to Y. pestis were further analyzed by multilocus sequence typing and were shown to belong to the globally spread Y. pseudotuberculosis clone of sequence type 19 (ST19) O:3 (8, 10). They were isolated from small wild rodents, and interestingly, three of the selected strains were misidentified as Y. pestis at the moment of isolation.
Whole-genome sequencing was performed using Illumina GA IIx (Illumina, Inc.) by generating paired-end libraries with an insert size of 300 bp, according to the manufacturer's instructions. The read length was 75 bp, and the number of reads that passed Illumina quality filters varied from 7.7 to 16 million, corresponding to 760 Mb to 1.6 Gb of high-quality data. For each genome, six million reads were de novo assembled using Velvet with a k value of 29, and the coding sequences (CDSs) were predicted using BioNumerics v6. Nucleotide sequence accession numbers. The draft genome sequences for the strains B-6796, B-6862, B-6863, B-6864, B-6865, and B-6866 have been included in the European Nucleotide Archive at EMBL-EBI (http://www.ebi.ac.uk /ena/data/view/) under accession no. CAQT01000001 to CAQT01000262, CAQU01000001 to CAQU01000247, CAQV01000001 to CAQV01000221, CAQW01000001 to CAQW01000237, CAQX01000001 to CAQX01000240, and CAQY01000001 to CAQY01000243, respectively.
